6086867 



-240 

CAGGAGGTGAAAGTCCCCGGCGGTCCGGATGGCGCAGTTGCACTGCGCTGCTGAGCTCGC - 1 8 0 

GGCCGCCTGCGCACACTGGGGGGACTCGCTTCGGCTAGTAACTCCTCCACCTCGCGGCGG - 12 0 

ACGACCGGTCCTGGACACGCTGCCTGCGAGGCAAGTTGAACAGTGCAGAGAAGGATCTTA - 6 0 

AAGCTACACCCGACTTGCCACGATTGCCTTCAATCTGAAGAACCAAAGGCTGTTGGAGAG 0 

ATGGCAGTGACATCCCACCACATGATCCCGGTGATGGTTGTCCTGATGAGCGCCTGCCTG 60 

MetAlaValThrSerHisHisMetlleProValMetValValLeuMetSerAlaCysLeu 2 0 

GCCACCGCCGGTCCAGAGCCCAGCACCCGGTGTGAACTGTCACCAATCAACGCCTCTCAC 12 0 

AlaThrAlaGlyProGluProSerThrArgCysGluLeuSerProIleAsnAlaSerHis 4 0 
t & # 

CCAGTCCAGGCCTTGATGGAGAGCTTCACCGTXCTGTCTGGCTGTGCCAGCAGAGGCACC 18 0 

ProValGlnAlaLeuMetGluSerPheThrValLeuSerGlyCysAlaSerArgGlyThr 60 

+ & 

AC CGGGCTGC C AAGGGAGGTC C ATGTC CTAAAC CTC CGAAGT ACAGATCAGGGAC C AGGC 2 4 0 

ThrGlyLeuProArgGluValHisValLeuAsnLeuArgSerThrAspGlnGlyProGly 8 0 

CAGCGGCAGAGAGAGGTTACCCTGCACCTGAACCCCATTGCCTCGGTGCACACTCACCAC 3 0 0 

GlnArgGlnArgGluValThrLeuHisLeuAsnProIleAlaSerValHisThrHisHis 100 

AAACCTATCGTGTTCCTGCTCAACTCCCCCCAGCCCCTGGTGTGGCATCTGAAGACGGAG 3 60 

LysProIleValPheLeuLeuAsnSerProGlnProLeuValTrpHisLeuLysThrGlu 12 0 

AGACTGGCCGCTGGTGTCCCCAGACTCTTCCTGGTTTCGGAGGGTTCTGTGGTCCAGTTT 4 2 0 

ArgLeixAlaAlaGlyValProArgLeuPheLeuValSerGluGlySerValValGlnPhe 14 0 

CC ATCAGGAAAC TTCTC CTTGACAGC AGAAACAGAGGAAAGGAATTTC C C TC AAGAAAAT 4 8 0 

ProSerGlyAsnPheSerLeuThrAlaGluThrGluGluArgAsnPheProGlnGluAsn 16 0 
+ # 

GAACA.TCTCGTGCGCTGGGCCCAAAAGGAATATGGAGCAGTGACTTCGTTCACTGAACTC 54 0 

GluHisLeuValArgTrpAlaGlnLysGluTyrGlyAlaValThrSerPheThrGluLeu 180 

AAGATAGCAAGAAACATCTATATTAAAGTGGGAGAAGATCAAGTGTTTCCTCCTACGTGT 60 0 

LysIleAlaArgAsnlleTyrlleLysValGlyGlixAspGlnValPheProProThrCys 2 00 

& 

AACATAGGGAAGAATTTCCTCTCACTCAATTACCTTGCCGAGTACCTTCAACCCAAAGCC 660 

AsnlleGlyLysAsnPheLeuSerLeuAsnTyrLeuAlaGluTyrLeuGlnProLysAla 22 0 

GCCGAAGGTTGTGTCCTGCCCAGTCAGCCCCATGAAAAGGAAGTACACATCATCGAGTTA 72 0 

AlaGluGlyCysValLeuProSerG'lnProHisGluLysGluValHisIlelleGluLeu 24 0 

Sc 

ATTACCCCCAGCTCGAACCCTTACAGCGCTTTCCAGGTGGATATAATAGTTGACATACGA 780 

IleThrProSerSerAsnProTyrSerAlaPheGlnValAspIlelleValAspIleArg 2 60 

CCTGCTCAAGAGGATCCCGAGGTGGTCAAAAACCTTGTCCTGATCTTGAAGTGCAAAAAG 84 0 

ProAlaGlnGlnAspProGluValValLysAsnLeuValLeuIleLeuLysCysLysLys 2 80 

Sc 

TCTGTCAACTGGGTGATCAAGTCTTTTGACGTCAAGGGAAACTTGAAAGTCATTGCTCCC 900 

SerValAsnTrpVallleLysSerPheAspValLysGlyAsnLeuLysVallleAlaPro 300 

AACAGTATCGGCTTTGGAAAAGAGAGTGAACGATCCATGACAATGACCAAATTGGTAAGA 960 

AsnSerlleGlyPheGlyLysGluSerGluArgSerMetThrMetThrLysLeuValArg 32 0 

GATGACATCCCTTCCACCCAAGAGAATCTGATGAAGTGGGCACTGGACAATGGCTACAGG 10 2 0 

AspAspIleProSerThrGlnGluAsnLeuMetLysTrpAlaLeuAspAsnGlyTyrArg 3 40 
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CCAGTGACGTCATACACAATGGCTCCCGTGGCTAATAGATTTCATCTTCGGCTTGAGA^C 1080 
ProValThrSerTyrThrMetAlaProValAlaAsnArgPheHisLeuArgLeuGluAsn 360 




GACCCTGACCACCCGCCCGCCCTGGACAACCCACTCTTCCCAGGAGAGGGAAGCCCAAAT 12 00 
AspProAspHisProProAIaLeuAspAsnPrQl.PiiPhpPmm y r^ u01yScrrroA - n 40Q 

peptide 1 




AGGATCCCCCGGCCAAAGCAGCCCATCGTTCCCAGTGTTCAACTGCTTCCTGACCACCGA 132 0 

Argl 1 e ProArgProLy s GlnProIl e ValPr oSerValGln ^xil,^ i P^o a cptr-i s Arg 4 4 0 

peptide 2 

GAACCAGAAGAAGTGCAAGGGGGCGTGGACATCGCCCTGTCAGTCAAATGTGACCATGT^A 13 8 0 

GluProGluGluValGlnGlyGlyValAspIleAlaLeuSerValLysCysAspHisGlu 460 

AAGATGGTCGTGGCTGTAGACAAAGACTCTTTCCAGACCAATGGCTACTCAGGGATGGAG 1440 

LysMetValValAlaValAspLysAspSerPheGlnThrAsnGlyTyrSerGlyMetGlu 480 

CTCACCCTGTTGGATCCTTCGTGTAAAGCCAAAATGAATGGTACTCACTTTGTTCTCGAG 1500 

LeuThrLeuLeuAspProSerCysLysAlaLysMetAsnGlyThrHisPheValLeuGlu 500 

& # 

TCTCCCCTGAATGGCTGTGGTACTCGACATCGGAGGTCGACCCCGGATGGTGTGGTTTAC 1560 

SerProLeuAsnGlyCysGlyThrArgHisArgArgSerThrProAspGlyValValTyr 52 0 

TATAACTCTATTGTGGTGCAGGCTCCGTCCCCTGGGGATAGCAGTGGCTGGCCTGATGGC 1620 

TyrAsnSerlleValValGlnAlaProSerProGlyAspSerSerGlyTrpProAspGly 540 



TATGAAGACTTGGAGTCAGGCGATAATGGATTTCCTGGAGACGGGGATGAAGGAGAAACT 1680 

TyrGluAspLeuGluSerGlyAspAsnGlyPheProGlyAspGlyAspGluGlyGluThr 560 

GCCCCCCTGAGCCGAGCTGGAGTGGTGGTGTTTAACTGCAGCTTGCGGCAGCTGAGGAAT 1740 

AlaProLeuSerArgAlaGlyValValValPheAsnCysSerLeuArgGlnLeuArgAsn 580 



# & 

CCCAGTGGCTTCCAGGGCCAGCTCGATGGAAATGCTACCTTCAACATGGAGCTGTATAAC 18 00 

ProSerGlyPheGlnGlyGlnLeuAspGlyAsnAlaThrPheAsnMetGluLeuTyrAsn 600 

ACAGACCTCTTTCTGGTGCCCTCCCCAGGGGTCTTCTCTGTGGCAGAGAACGAGCATGTT 1860 

ThrAspLeuPheLeuValProSerProGlyValPheSerValAlaGluAsnGluHisVal 620 

TATGTTGAGGTGTCTGTCACCAAGGCTGACCAAGATCTGGGATTCGCCATCCAAACCTGC 1920 

TyrValGluValSerValThrLysAlaAapGlnAspLeuGlyPheAlalleGlnThrCys 640 

TTTCTCTCTCCATACTCCAACCCAGACAGAATGTCTGATTACACCATCATCGAGAACATC 1980 

PheLeuSerProTyrSerAsnProAspArgMetSerAspTyrThrllelleGluAsnlle 660 

TGTCCGAAAGACGACTCTGTGAAGTTCTACAGCTCCAAGAGAGTGCACTTTCCCATCCCG 2 040 

CysProLysAspAspSerValLysPheTyrSerSerLysArgValHisPheProIlePro 680 

CATGCTGAGGTGGACAAGAAGCGCTTCAGCTTCCTGTTCAAGTCTGTGTTCAACACCTCC 2100 

HisAlaGluValAspLysLysArgPheSerPheLeuPheLysSerValPheAsnThrSer 700 

# 

CTGCTCTTCCTGCACTGCGAGTTGACTCTGTGCTCCAGGAAGAAGGGCTCCCTGAAGCTG 2160 

LeuLeuPheLeuHisCysGluLeuThrLeuCysSerArgLysLysGlySerLeuLysLeu 720 



1800 
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CCGAGGTGTGTGACTCCTGACGACGCCTGCACTTCTCTCGATGCCACCATGATCTGGACC 2220 

ProArgCysValThrProAspAspAlaCysThrSerLeuAspAlaThrMetlleTrpThr 74 0 

- & & ' * 

ATGATGCAGAATAAGAAGACATTCACCAAGCCCCTGGCTGTGGTCCTCCAGGTAGACTAT 2 2 8 0 

MetMetGlriAsnLysLysThrPheThrLysProLeiiAlaValValLeuGlnValAspTyr 76 0 

AAAGAAAATGTTCCCAGCACTAAGGATTCCAGTCCAATTCCTCCTCCTCCTCCACAGATT 234 0 

LysGluAsnValProSerThrLysAspSerSerProIleProProProProProGlnlle 78 0 

TTCCATGGCCTGGACACGCTCACCGTGATGGGCATTGCATTTGCAGCATTTGTGATCGGA 240 0 

PheHisGlvLeuAsp ThrLeuThrValMetGlylleAIaPheAlaAlaPheVallleGlv 80 0 

GCGCTCCTGACGGGGGCCTTGTGGTACATCTACTCCCACACAGGGGAGACAGCACGAAGG 2460 

AlaLeuLeuThrGlvAlalieuTrpTyrlleTyrSer HisThrGlvGluThrAlaAraArg 84 0 

$ @ 

CAGCAAGTCCCTACCTCGCCGCCAGCCTCGGAGAACAGCAGCGCGGCCCACAGCATCGGC 252 0 

GlnGlnValProThrSerProProAlaSerGluAsnSerSerAlaAlaHisS erlleGly 860 

AGCACTCAGAGTACCCCCTGCTCTAGCAGCAGCACAGCCTAGGTGGACAGACAGACGCCC 25 8 0 

SerThrGlnSerThrProCysSerSerSerSerThrAla 873 

GCCCACCGCAGCCAGGGCAGGGCCCGATGCCAGTGCTGCGTGTCCACAGTCAGAAGTCTT - 2 64 0 

GATCTGGGCTCCCTGTAAAGAAAGAGTGAATTTCAGTATACAGACAGCCAGTTCTACCCA 270 0 

CCCCTTACCACGGCCCACATAAATGTGACCCTGGGCATCTGTCACACGAAAGCTAAGCTG 2760 

GTGGCCTTCCCCACCAGCCCCTCGCAGGATGGGGGTTTCAATGTGAAACATCTGCCAGTT 2 82 0 

TTGTTTTGTTTTTTTAATGCTGCTTTGTCCAGGTGTCCAAACATCCATCATTTGGGGTGG 2 88 0 

TCTGTTTTACAGAGTAAAGGAGGCGGTGAAGGGACGTCAGCTAGTGTGTAGAGCCAAGGG 294 0 

GAGACAGCTAGGATTCTCGCCTAGCTGAACCAAGGTGTAAAATAGAAGACACGCTCC 2 997 
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>DL ; 3FF 

Meld of: 3] 

TTCCGTTGCT 

AGTTGAAGTT 

GCGTGCACCC 

CCGCCGGGGG 

GCGAGCGGGC 

GGGTCCGGAG 

CGTCCGTGCG 

GGTCGGGGGC 

CGTATCGCCA 

CATGATAGTC 

AATTTTGTGA 

AGCAACTGCA 

GGCTGTATGG 

ATGACCCCAA 

CCAAAGTGCA 

GTGTTCCTGT 

AATATAACAC 

GGCATCAGCC 

CTTCTACTGC 

AAACCGGCAA 

ATCCTGGAAG 

CAACCACAAC 

AAGGTCGCTT 



^6-9 3FF13 
GTCGGTTGGC 
GAGTGAGTCA 
GCTCGGGACA 
CCTCCCCGCG 
GCCACATCTG 
AGGGCGCGGC 
CTGGGGGCTC 
TGCTCAGGGC 
GCACGATCCC 
ACTGACAACA 
TGTGAGATTT 
GCATCACCTC 
AGAAAGAATG 
GCTCCCCTAC 
TTATGAAGGA 
AGCTCTGATG 
CAGCAATCCT 
TCCTGCCACC 
TACCGCGTTA 
GACGCGGAAG 
ATGACCGCTC 
ACAGAGC TGC 
TGCTGAGGTC 



GAGGAGTTTC 
CTCGCGCGCA 
GGAGCCGGAC 
CCTCGCCGGC 
GCCCGCACAT 
GCGGAGGCAG 
GGTCTATGAC 
CTGTGGCCGC 
ACCGCACGTT 
ACGGTGCAGT 
TCCACCTGTG 
CATCTGTGAG 
ACGAGAACAT 
CATGACTTTA 
AAAAAAAAAG 
AGTGCAATGA 
GACTTGTTGC 
ACTGGGAGTT 
ACCGGCAGCA 
CTCATGGAGT 
TGACATCAGC 
TGCCCATTGA 
TATAAGGCCA 



CTGTTTCCCC 
CGGAGCGACG 
TCCTGTGCAG 
CTCCAGGCCC 
CTGCGCTGCC 
CCAGGGGTCC 
GAGCAGCGGG 
TGCACATCGT 
CAGAAGTCGG 
C AAGTTTC C A 
ACAACCAGAA 
AAGCCACAGG 
AACACTAGAG 
TTCTGGAAGA 
CCTGGTGAGA 
CAACATCATC 
TAGTCATATT 
GCCATATCTG 
GAAGCTGAGT 
TCAGCGAGCA 
TCCACGTGTG 
GCTGGACACC 
AGCTGAAGCA 



CGCAGCGCTG 
ACACCCCCGC 
CTTCCCTCGG 
CTCCTGGCTG 
GGCCCGGGCG 
GGGAAGGCGC 
GTCTGCCATG 
CCTGTGGACG 
TTAATAACGA 
CAACTGTGTA 
ATCCTGCATG 
AAGTCTGTGT 
ACAGTTTGCC 
TGCTGCTTCT 
CTTTCTTCAT 
TTCTCAGAAG 
TCAAGTGACA 
TCATCATCAT 
TCAACCTGGG 
CTGTGCCATC 
CCAACAACAT 
CTGGTGGGGA 
GAACACTTCA 
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GAG C AGTTTG 
CTCTTGGAAG 
AGAACATACT 
AAACAATACT 
GTACCTGACG 
GCTCCCTCGC 
GGGAGGCCCA 
CCTCGTGAAG 
TGCGTCTTGG 
GTGGGAACTG 
TTTGGAGAAT 
TGGTGCTCTG 
GATTATGAGC 
CATGAAGGAC 
GGCTCAACCA 
TGGGACCACG 
CTTCAGTGAG 
AGGAGAAGAT 
TGGGGCAGGC 



AGACAGTGGC 
GACAGGAAGG 
CCAGTTCCTG 
GGCTGATCAC 
CGGCATGTCA 
CCGGGGATTG 
AGATGCCCAT 
AACGACCTAA 
ACCCTACTCT 
CAAGATACAT 
GCTGAGTCCT 
GGAAATGACA 
CTCCATTTGG 
AACGTGTTGA 
CCAGGGCATC 
ACCCAGAGGC 
CTGGAGCATC 
TCCTGAAGAC 
TGGGCATGTC 



AGTCAAGATC 
ACATCTTCTC 
ACGGCTGAGG 
CGCCTTCCAC 
TCAGCTGGGA 
TCTCACCTCC 
CGTGCACAGG 
CCTGCTGCCT 
TCTGTGGATG 
GGCTCCAGAA 
TCAAGCAGAC 
TCTCGCTGTA 
TTCCAAGGTG 
GAGATCGAGG 
CAGATGGTGT 
CCGTCTCACA 
TGGACAGGCT 
GGCTCCCTAA 
CAAAGAGGCT 



TTTCCCTATG 
AGACATCAAT 
AGCGGAAGAC 
GCCAAGGGCA 
GGACCTGCGC 
ACAGTGATCA 
GACCTCAAGA 
GTGTGACTTT 
ACCTGGCTAA 
GTC CTAGAAT 
CGATGTCTAC 
ATGCAGTGGG 
CGGGACCCTG 
C AC C AG AAAT 
GTGAGACGTT 
GCCCAGTGTG 
CTCGGGGAGG 
ACACTACCAA 
GCCCCTCTCA 



AC CACTATGC 
CTGAAGCATG 
GGAGTTGGGG 
AC CTAC AGGA 
AACGTGGGCA 
CACTCCATGT 
GCTCCAATAT 
GGGCTTTCCC 
CAGTGGGCAG 
CCAGGATGAA 
TCCATGGCTC 
AGAAGTAAAA 
TGGTCGAAAG 
TCCAGCTTCT 
GACTGAGTGC 
TGGCAGAACG 
AGCTGCTCGG 
ATAGCTCTTA 
CCAAA 
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>F1;3FFPEP 
Meld Of: 31 
MTSSGVCHGS 
AVKFPQLCKF 
NITLETVCHD 
NDNIIFSEEY 
QQKLSSTWET 
I ELDTLVGKG 
ESDINLKHEN 
WEDLRNVGS S 
CLCDFGLSLR 
QTDVYSMALV 
RGTRNSSFWL 
RLSGRSCSEE 



^F6-9 3FF13 
GAAQGLWPLiH 
CDVRFSTCDN 
PKLPYHDF I L 
NTSNPDLiLLV 
GKTRKLMEFS 
RFAEVYKAKL 
ILQFLTAEER 
LARGLSHLHS 
LGPYSSVDDL 
LWEMTSRCNA 
NHQGIQMVCE 
KIPEDGSLNT 



IVLWTRIAST 
QKSCMSNCSI 
EDAASPKCIM 
IFQVTGISLL 
EHCAIILEDD 
KQNTSEQFET 
KTELGKQYWL 
DHTPCGRPKM 
ANSGQVGTAR 
VGEVKDYE PP 
TLTECWDHDP 
TK* 



IPPHVQKSVN 
TSICEKPQEV 
KEKKKPGETF 
PPLGVAISVI 
RSDISSTCAN 
VAVKI FPYDH 
ITAFHAKGNL 
PIVHRDLKSS 
YMAPEVLESR 
FGSKVRDPW 
EARLTAQ CVA 



NDMIVTDNNG 
CVAVWRKNDE 
FMCSCSSDEC 
I I FYCYRVNR 
NINHNTELLP 
YAS WKDRKD I 
QEYLTRHVIS 
NILVKNDLTC 
MNLENAESFK 
ESMKDNVLRD 
ERFSELEHLD 
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